Supplementary Figure S3. Proportions of amino acid identity and gaps in the Fem/Csd sequence alignment.
For Ka/Ks analysis, hymenopteran Fem and Csd protein sequences were aligned using MUSCLE 2 and the consensus sequence corresponding to >50% of the sequences was determined. % of amino acid identity to the consensus sequence and % of gaps in the consensus sequence are given for the entire coding sequence and for subdivisions thereof as indicated. Supplementary Table S4 . Detection of gene conversion events in hymenoptera fem and csd genes. Positions of gene conversion tracts are relative to the start codon, in which the "A" is position "+1". Sim pvalue is the global p-value calculated based on 10,000 permutations of the original data using a BLAST-like algorithm with a mismatch penalty of 1. Lengths of the conversion tracts (in bp) are indicated. For C. floridanus, the most 3' conversion tract reaches the end of input sequence. 
